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Fig. S1
. Batch alignment across individuals. 'fMouse' = female mouse, 'fRat' = female rat, 'mMouse' = male mouse, 'mRat' = male rat, 'Pig1' and 'Pig2' are first and second pig sequenced, respectively; summary information for all human sample IDs, and for all samples, can be found in Table S1 . 
